Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.036; wR factor = 0.083; data-to-parameter ratio = 17.3.
In the title complex, [ZnBr 2 (C 4 H 5 N 3 O) 2 ], the central metal ion is coordinated to two bromide ions and endocyclic N atoms of the two cytosine molecules leading to a distorted tetrahedral geometry. The structure is isotypic with [CdBr 2 (C 4 
Experimental
Crystal data [ZnBr 2 (C 4 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 2; Ày þ 1; Àz þ 1; (ii) x; y À 1; z; (iii) x À 1; y; z; (iv) x þ 1; y; z; (v) Àx þ 1; Ày þ 2; Àz þ 1; (vi) Àx þ 1; Ày þ 1; Àz þ 1. and N3, N4 sites (Lippert, 2000) . However the most preferable mode of binding is via N3 as observed in majority of the cases. In the present study we have prepared a metal complex of zinc-cytosine as a model for Zn (II) ion interactions with guanine-cytosine rich regions of nucleic acids (DNA and RNA). The crystal structure is found to be isomorphous with the earlier reported structure of dibromobis(cytosine)cadmium(II) (Muthiah et al., 2001) .
The title complex is coordinated by two bromide ions in addition to two cytosine molecules. The ORTEP view is shown in for an hour and on slow cooling the solution gave transparent colourless prismatic crystals.
Refinement
All hydrogen atoms were positioned geometrically and were refined using a riding model. The N-H and C-H bond lengths are 0.86 and 0.93 Å respectively [U iso (H)=1.2 U eq (parent atom)].
Figures Fig. 1 . The asymmetric unit of (I), showing 50% probability displacement ellipsoids. Dashed lines indicate hydrogen bonds. 
